: Placement of the analyzed gels on the nucleosome. Gel 2 is shown on Base-pair number Relative accessibility Figure S3 : Post-processing of the footprinting gels in the dyad region of the NCP. Upper panels : Available raw data for mononucleosome (gel 1) and dinucleosome (gel 3, same as the black trace of Fig.  2 , left panel) respectively (see Fig. S1 ). In each case, the main figure shows the resolved region of the gel. Insets show the whole signal. Third panel : Intensity per base-pair. Bottom panel : relative accessibilities. hehe hehe B. Structure-derived protection Figure S4 : (D) Illustration of the coarse-grained structure-derived protection method. For a given C5' atom (small blue sphere), the protection value is the fraction of the pseudo-solvent-accessible sphere (red semi-transparent sphere, radius 9Ångström) which is covered by a protecting body, here the right-hand side DNA oligomer. The protecting DNA is approximated as a cylinder (semi-transparent light pink), of radius 1.1nm and length 2nm, centered at the closest bp. To simplify the calculation of the overlap surface, this cylinder is approximated as a sphere (yellow sphere), tangent to the cyinder (same radius) on the segment joining the C5' atom and the central bp. In case of the protection by a histone, the latter is modeled as a sphere or a cylinder (according to the conventions described in the Materials and Methods), and the protection value is the fraction of the C5' sphere covered by this body (again, with a spherical approximation for the cylinder). Figure S5 : Comparison of the atomistic structure-derived protection (red) and the coarse-grained structure-derived protection (blue). (A) NCP region of a H1-bound nucleosome ; (B) gH1-bound nucleosome (gH1 region) ; (C) H1-bound nucleosome (linker region). In the latter case, an arbitrary conformation of the H1 tail was chosen for the computation of the atomistic protection pattern. The protected sites are predicted at the same locations by both methods.
